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o the problem of parameter estimation has many possible pitfalls;
o many difficulties arrise because of the unchecked structural identifiability; 
The background:
o structural identifiability studies the uniqueness of the estimated parameters;
o unique solution of the parameters will guarantee the structural global identifiability;
o more than one solution gives the structural local identifiability of the parameters;
o the model is structurally non-identiafiable if no solution of the parameters can be found;
The formulation:
The toolbox:
o GenSSI is based on generating series approach;
o it uses identifiability tableau;
o performs several steps of symbolic computations;
o represents figures describing the structural identifiability;
o displays the structural identifiability result.
www.iim.csic.es/~genssi
